contains >17 billion nucleotide bases, representing >14 million sequences in 100 000 species. While the opportunities that this massive data set presents is mind-boggling, it also presents a problem in that the inexperienced user will either not know how to approach the data space or not know how to make best use of the data available to them. This problem will only continue to compound as GenBank continues its exponential rate of growth, with doubling rates on the order of 14 months or less. With the recent announcement of plans to sequence 'high-priority' model organisms by the National Human Genome Research Institute (NHGRI), it becomes more and more obvious that all biologists will need to avail themselves of the basic tools with which to navigate this large 'sequence space', as well as specialized databases that provide potentially easier access to subsets of the data.
Despite the large amount of publicity surrounding the Human Genome Project, a recent survey conducted on behalf of the Wellcome Trust indicates that only half of biomedical researchers using genome databases are familiar with the tools that can be used to actually access the data. For example, only 11% of those surveyed used the European Bioinformatics Institute's Ensembl Web site regularly, with 24% using it occasionally. Half of the remaining users had never even heard of Ensembl or its Web site. This low level of usage has led the Wellcome Trust to establish an advertising campaign aimed at increasing the public awareness of the availability of free tools such as Ensembl for searching human genome sequence data. Anecdotally, there is a similar lack of awareness or familiarity with the tools available through the University of California, Santa Cruz (UCSC) and, quite surprisingly, the National Center for Biotechnology Information (NCBI) at the National Institutes of Health, even though many biologists visit the NCBI Web site frequently. In response to this low level of awareness of the tools freely available to biologists, Wolfsberg et al. (2) , developed a 'user's guide' to the human genome, intended to provide an elementary, hands-on guide for browsing and analyzing data produced by the International Human Genome Sequencing Consortium and other systematic sequencing efforts. The guide provides step-by-step instructions and strategies for using many of the most commonlyused tools for sequence-based discovery. NCBI, Ensembl and UCSC are all also in the process of developing (or have already released) similar, online guides for using the tools available on their respective Web sites.
While educational efforts such as this help to address the need for rational ways to approach mining genomic data, additional efforts in the form of providing curated views of the data in specialized databases have been taking place for many years now. These efforts afford tremendous value to the biological researcher since they, in essence, reduce the massive 'sequence space' to specific, tractable areas of inquiry and, by doing so, allow for the inclusion of many more types of data than are found in the larger data repositories. These databases often provide not just sequence-based information, but additional data such as gene expression, macromolecular interactions, or biological pathway information, data that might not fit neatly onto a large physical map of a genome. Most importantly, data in these smaller, specialized databases tends to be curated by experts in a particular specialty and are often experimentally-verified, meaning that they represent the best state of knowledge in that particular area. This journal has devoted its first issue over the last several years to documenting the availability and features of these specialized databases in order to better-serve its readership, to promote the use of these resources in the design and analysis of experiments and to encourage the continued development of these resources. These reviewed databases are collectively listed in the Molecular Biology Database Collection.
The databases listed in this Collection distinguish themselves by their approach to presenting the underlying data-by adding new value to the underlying data by virtue of curation, by providing new types of data connections, or by implementing other innovative approaches that facilitate biological discovery. The individual entries are classified by type, but the reader should recognize that the distinctions between these classes are often arbitrary, and that many of these databases provide more than one type of information to the user.
In addition to the list presented in this paper, an electronic version of the Database Issue and Collection can be accessed online and is freely available to everyone, regardless of subscription status, at http://nar.oupjournals.org. While the list contains the databases described in the papers comprising the current issue, it should be immediately apparent to the reader that there are simply not enough pages in this issue to accommodate full-length, printed descriptions of all of the databases making up the Collection. To address this, the online version of the Collection provides short summaries of many of the databases, the summaries having been provided directly by the investigators responsible for the individual databases. Contributors have been asked to point out new features of their databases in the Recent Developments section of their entry. It is hoped that this approach will provide the reader with an additional source of information that will facilitate finding and selecting the sources of data that would be of most value in addressing a specific biological problem. Contributors are encouraged to keep their entries up-to-date.
Suggestions for the inclusion of additional database resources in this Collection are encouraged and may be directed to the author (andy@nhgri.nih.gov). 
